1/29 

l 

ATGGCTCCCTTAGCCGAAGTCGGGGGCTTTCTGGGCGGCCTGGAG 
MetAlaProLeuAlaGluValGlyGlyPheLeuGlyGlyLeuGlu 
46 

GGCTTGGGCCAGCAGGTGGGTTCGCATTTCCTGTTGCCTCCTGCC 
GlyLeuGlyGlnGlnValGlySerHisPheLeuLeuProProAla 
91 

GGGGAGCGGCCGCCGCTGCTGGGCGAGCGCAGGAGCGCGGCGGAG 
GlyGluArgProProLeuLeuGlyGluArgArgSerAlaAlaGlu 
136 

CGGAGCGCGCGCGGCGGGCCGGGGGCTGCGCAGCTGGCGCACCTG 
ArgSerAlaArgGlyGlyProGlyAlaAlaGlnLeuAlaHisLeu 
181 

CACGGCATCCTGCGCCGCCGGCAGCTCTATTGCCGCACCGGCTTC 
HisGlylleLeuArgArgArgGlnLeuTyrCysArgThrGlyPhe 
226 

CACCTGCAGATCCTGCCCGACGGCAGCGTGCAGGGCACCCGGCAG 
HisLeuGlnlleLeuProAspGlySerValGlnGlyThrArgGln 
271 

GACCACAGCCTCTTCGGTATCTTGGAATTCATCAGTGTGGCAGTG 
AspHisSerLeuPheGlylleLeuGluPhelleSerValAlaVal 
316 

GGACTGGTCAGTATTAGAGGTGTGGACAGTGGTCTCTATCTTGGA 
GlyLeuValSerlleArgGlyValAspSerGlyLeuTyrLeuGly 
361 

ATGAATGACAAAGGAGAACTCTATGGATCAGAGAAACTTACTTCC 
MetAsnAspLysGlyGluLeuTyrGlySerGluLysLeuThrSer 
406 

GAATGCATCTTTAGGGAGCAGTTTGAAGAGAACTGGTATAACACC 
GluCysIlePheArgGluGlnPheGluGluAsnTrpTyrAsnThr 
451 

TATTCATCTAACATATATAAACATGGAGACACTGGCCGCAGGTAT 
TyrSerSerAsnlleTyrLysHisGlyAspThrGlyArgArgTyr 
496 

TTTGTGGCACTTAACAAAGACGGAACTCCAAGAGATGGCGCCAGG 
PheValAlaLeuAsnLysAspGlyThrProArgAspGlyAlaArg 
541 

TCCAAGAGGCATCAGAAATTTACACATTTCTTACCTAGACCAGTG 
SerLysArgHisGlnLysPheThrHisPheLeuProArgProVal FT} 

Cj 

rt, j 



586 

GATCCAGAAAGAGTTCCAGAATTGTACAAGGACCTACTGATGTAC ^ 1 1 $ 

AspProGluArgVal ProGluLeuTyrLysAspLeuLeuMe t Tyr ^q. 

631 s ^ rn 

ACT g <^ 

Thr | s m 



Fig. 1 
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Query: 170 TGGCGCACCTGCACGGCATCCTGCGCCGCCGGCAGCTCTATTGCCGCACCGGCTTCCACC 229 
III II I II I II II I II M II Ml | || II II Ml 

Sbjct: 2 TGGATCATTTAAAGGGGATTCTCAGGCGGAGGCAGCTATACTGCAGGACTGGATTTCACT 61 

Query: 230 TGCAGATCCTGCCCGACGGCAGCGTGCAGGGCACCCGGCAGGACCACAGCCTCTTCGGTA 289 

I I I I I I III I II I I Mill III II I llllllllll II II I 
Sbjct: 62 TAGAAATCTTCCCCAATGGTACTATCCAGGGAACCAGGAAAGACCACAGCCGATTTGGCA 121 

Query: 290 TCTTGGAATTCATCAGTGTGGCAGTGGGACTGGTCAGTATTAGAGGTGTGGACAGTGGTC 349 

I IIIIMI MINI I MINIM IMMIII III MM IIMMIMM I 

Sbjct: 122 TTCTGGAATTTATCAGTATAGCAGTGGGCCTGGTCAGCATTCGAGGCGTGGACAGTGGAC 181 
Que ry : 350 TCTATCTTGGAATGAATGACAAAGGAGAACTCTATGGATCAGAGAAACTTACTTCCGAAT 409 

MM J I II MM II II II II II II Mill MIMI Mill II II I 

Sb j c t : 182 T C TAC CTCGGGATGAATGAGAAGGGGGAGCTGTATGGAT CAGAAAAACTAACCCAAGAGT 241 
Que ry : 410 GCATCTTTAGGGAGCAGTTTGAAGAGAACTGGTATAACACCTATTCATCTAACATATATA 469 

I Mill II 1 1 1 1 1 MM M MM II II II II Ml Mill 

Sbjct: 242 GTGTATTCAGAGAACAGTTCGAAGAAAACTGGTATAATACGTACTCGTCAAACCTATATA 3 01 
Query: 470 AACATGGAGACACTGGCCGCAGGTATTTTGTGGCACTTAACAAAGACGGAACTCCAAGAG 529 

I II I IIIIMI I III I III III I II MM II 1 1 M Ml 

Sbjct: 302 AGCACGTGGACACTGGAAGGCGATACTATGTTGCATTAAATAAAGATGGGACCCCGAGAG 361 
Que r y : 53 0 ATGGCGCCAGGTCCAAGAGGCATCAGAAATTTACACATTTCTTACCTAGACCAGTGGATC 589 

I II I III I II Ml MIMI IIIIMI M MM I 

Sbjct: 362 AAGGGACTAGGACTAAACGGCACCAGAAATTCACACATTTTTTACCTAGACCAGTGGACC 421 

Query: 590 CAGA 593 
I II 

Sbjct: 422 CCGA 425 
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>gb:GenBank accession number -ID:AB020858|acc:AB020858 Homo sapiens 
genomic DNA of p21.3-p22 anti-oncogene of hepatocellular colorectal 
and non-small cell lung cancer, segment 1/11 - Homo sapiens, 100000 
bp. 

Minus Strand HSPs: 
A. 

Score = 1430 (214.6 bits), Expect = 1.6e-126, Sum P(3) = 1.6e-126 
Identities = 288/289 (99%), Positives = 288/289 (99%), 



Strand 


= Minus / Plus 




Query: 


289 


TACCGAAGAGGCTGTGGTCCTGCCGGGTGCCCTGCACGCTGCCGTCGGGCAGGATCTGCA 

Mil II INI II III III MINI MINIUM MM II MINI II III MINIMI 


230 


Sbjct: 


15927 


1 1 ! 1 1 II 1 1 1 1 1 1 1 1 1 II 1 M 1 1 1 1 1 1 1 II M 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 I 1 1 II M 1 

TACCGAAGAGGCTGTGGTCCTGCCGGGTGCCCTGCACGCTGCCGTCGGGCAGGATCTGCA 


15986 


Query: 


229 


GGTGGAAGCCGGTGCGGCAATAGAGCTGCCGGCGGCGCAGGATGCCGTGCAGGTGCGCCA 


170 


Sb j ct : 


15987 


I'll II 111 : l .1 II M II II IMM I! II II 1 II 1 

GGTGGAAGCCGGTGCGGCAATAGAGCTGCCGGCG - CGCAGGATGCCGTGCAGGTGCGCCA 


16045 


Query: 


169 


GCTGCGCAGCCCCCGGCCCGCCGCGCGCGCTCCGCTCCGCCGCGCTCCTGCGCTCGCCCA 


110 


Sbjct: 


16046 


Ml II IN 1 SI !l ll II IN 1 IIMI INI li 1 II 1 

GCTGCGCAGCCCCCGGCCCGCCGCGCGCGCTCCGCTCCGCCGCGCTCCTGCGCTCGCCCA 


16105 


Query : 


109 


GCAGCGGCGGCCGCTCCCCGGCAGGAGGCAACAGGAAATGCGAACCCACCTGCTGGCCCA 


50 


Sb j ct : 


16106 


1 II II II IN nniiM II MM II II MM ! II 1 

GCAGCGGCGGCCGCTCCCCGGCAGGAGGCAACAGGAAATGCGAACCCACCTGCTGGCCCA 


16 ¥n 
<~> 

cry 
rn 


Query: 


49 


AGCCCTCCAGGCCGCCCAGAAAGCCCCCGACTTCGGCTAAGGGAGCCAT 1 


Sbjct: 


16166 


1 II IMIiM NI II II ll'IU 1 II IHM 

AGCCCTCCAGGCCGCCCAGAAAGCCCCCGACTTCGGCTAAGGGAGCCAT 16214 


2: 
rn 


B. 

Score = 1224 (183.6 bits), Expect = 1.6e-126, Sum P(3) = 1.6e-126 
Identities = 250/255 (98%), Positives = 250/255 (98%), 
Strand = Minus / Plus 


1600/2900 


Query: 


633 


AGTGTACATCAGTAGGTCCTTGTACAATTCTGGAACTCTTTCTGGATCCACTGGTCTAGG 


574 


Sb j ct : 


7257 


IIIIIIIIIIIIIIIMIIIIIIIIMIIIIIIIIMIIIMIIIIIIIIIIIIIIIIII 

AGTGTACATCAGTAGGTCCTTGTACAATTCTGGAACTCTTTCTGGATCCACTGGTCTAGG 


7316 


Query : 


573 


TAAGAAATGTGTAAATTTCTGATGCCTCTTGGACCTGGCGCCATCTCTTGGAGTTCCGTC 


514 


Sbjct: 


7317 


M II II IN II M II M Ml M M 1 1 

TAAGAAATGTGTAAATTTCTGATGCCTCTTGGACCTGGCGCCATCTCTTGGAGTTCCGTC 


7376 


Query : 


513 


TTTGTTAAGTGCCACAAAATACCTGCGGCCAGTGTCTCCATGTTTATATATGTTAGATGA 


454 


Sbjct: 


7377 


MIMMMIIMMIIMMMIIMIIIIIIIMIMIMIIMIMIIIMIIMM 

TTTGTTAAGTGCCACAAAATACCTGCGGCCAGTGTCTCCATGTTTATATATGTTAGATGA 


7436 


Query: 


453 


ATAGGTGTTATACCAGTTCTCTTCAAACTGCTCCCTAAAGATGCATTCGGAAGTAAGTTT 


394 


Sbjct: 


7437 


MIMMMNMIMMNMNIIMMMIMMIMMNINMNNMIMM 

ATAGGTGTTATACCAGTTCTCTTCAAACTGCTCCCTAAAGATGCATTCGGAAGTAAGTTT 

Fig.3 


7496 




4/29 



QUERY: 393 CTC - TGATCCATAGA 380 

IN III I Ml 

Sbjct: 7497 CTCCTGAAAGAGAGA 7511 

c. 

Score = 530 (75.9 bits), Expect = 1.6e-126, Sum P(3) = 1.6e-126 
Identities = 106/106 (100%), Positives = 106/106 (100%), 
Strand = Minus / Plus 

QUERY: 391 CTGATCCATAGAGTTCTCCTTTGTCATTCATTCCAAGATAGAGACCACTGTCCACACCTC 332 

Sbjct: 9837 CTGATCCATAGAGTTCTCCTTTGTCATTCATTCCAAGATAGAGACCACTGTCCACACCTC 9896 

QUERY: 331 TAATACTGACCAGTCCCACTGCCACACTGATGAATTCCAAGATACC 286 

Sbjct: 9897 TAATACTGAC CAGTC CCACTGCCACACTGATGAATTCCAAGATAC C 9942 
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ptnr : SWISSPROT- ACC : P3 13 7 1 GLIA-ACTIVATING FACTOR PRECURSOR (GAF) (FIBROBLAST GROWTH FACTOR-9) 
(FGF-9) (HBGF-9) - HOMO SAPIENS (HUMAN), 208 aa. Identities = 147/208 (701), Positives = 170/208 
(81%) 

1 MAPLAEVGGFLGGLEGLGQQVGSHFLLPPAGERPPLLGERRSAAERSARG-GPGAAQLAH 59 

INI III + I + + 1 + +11 +111+ +1 II II 

1 MAPLGEVGNYFGVQDAV- -PFGNVPVLPV- -DSPVLLSDHLGQSEAGGLPRGPAVTDLDH 56 

6 0 LHGI LPRRQLYCRTGFHLQ I L PDGS VQGTRQDHSLFG I LEF I S VAVGLVS I RGVDSGLYL 1 1 9 

I llllllllllllllll+l I+I++IIII+III llllllll+llllllllllllllll 
57 LKGILRRRQLYCRTGFHLEIFPNGTIQGTRKDHSRFGILEFISIAVGLVSIRGVDSGLYL 116 

120 GMNDKGELYGSEKLTSECIFREQFEENWYNTYSSNIYKHGDTGRRYFVALNKDGTPRDGA 179 

lll+lllllllllll ll+llllllllllllllll+lll llllll+llllllllll+l 
117 GMNEKGELYGSEKLTQECVFREQFEENWYNTYSSNLYKHVDTGRRYYVALNKDGTPREGT 176 

180 RSKRHQKFTHFLPRPVDPERVPELYKDLL 208 

I+IIIIIIIIIIIIIIII++IIIIIII+I 
177 RTKRHQKFTHFLPRPVDPDKVPELYKDIL 205 



Fig. 6 
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LENGTH =208 
Plus Strand HSPs: 



Score 


= 775 


Identities 


Query: 


1 


Sbjct: 


1 


Query: 


60 


Sbjct: 


57 


Query: 


120 


Sbjct: 


117 


Query: 


180 


Sbjct: 


177 



III III + I + + U +1 



llllllllllllllll+l H++IIII+III 



iii+iiiiiiiini iMiiiiiiiiiiiiiiMii iiiiimiiiiiiiim 



MIIIIIIIIIIIIIIMIIIIIM 

^TKRHQKFTHFL PR PVD PDKVPELYKD I L 2 

Fig. 7 
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Length =208 

Plus Strand HSPs: 

Score = 775 (272.8 bits), Expect = 3.4e-76, P = 3.4e-76 
Identities = 147/208 (70%), Positives = 170/208 (81%), Frame = +1 



Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 



1 MAPLAEVGGFLGGLEGLGQQVGSHFLLPPAGERPPLLGERRSMERSARG-GPGAAQLAH 59 

Nil III + I 1+ +11 +111+ +1 II II 

1 MAPLGEVGSYFGVQDAV- -PFGNVPVLPV- -DSPVLLSDHLGQSEAGGLPRGPAVTDLDH 56 

60 LHGILRRRQLYCRTGFHLQILPDGSVQGTRQDHSLFGILEFISVAVGLVSIRGVDSGLYL 119 

I Ml II I I hi l + MIIMII II I Ml I I II il 
57 LKGILRRRQLYCRTGFHLEIFPNGTIQGTRKDHSRFGILEFISIAVGLVSIRGVDSGLYL 116 

120 GMNDKGELYGSEKLTSECIFREQFEENWYNTYSSNIYKHGDTGRRYFVALNKDGTPRDGA 179 

-I II II MM I :U M IIIIIMIIIIIIIIM 

117 GMNEKGELYGSEKLTQECVFREQFEENWYNTYSSNLYKHVDTGRRYYVALNKDGTPREGT 176 
180 RSKRHQKFTHFLPRPVDPERVPELYKDLL 208 

MIIIIIIIIIIIIIIMIIIIIM 

177 RTKRHQKFTHFLPRPVDPDKVPELYKD I L 205 



Fig. 8 
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FGF-CX Query Length =211 
XFGF-CX Sbjct Length =208 

Plus Strand HSPs: 

Score = 906 (318.9 bits), Expect = 4.4e-90, P= 4.4e-90 
Identities = 170/211 (801) , Positives = 189/211 (891) , Frame = +1 



Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 
Query 
Sbjct 



1 MAPLAEVGGFLGGLEGLGQQVGSHFLLPPAGERPPLLGERRSMERSARGGPGAAQLAHL 60 

IIIIMI Nil + III llllllllll + I I + + +11 +1 I + Ml 
1 MAPLADVGTFLGGYDALGQ-VGSHFLLPPAKDSPLLFNDPLAQSERLSRSAP--SDLSHL 57 

6 1 HGILRRRQLYCRTGFHLQILPDGSVQGTRQDHSLFGILEFISVAVGLVSIRGVDSGLYLG 12 0 

M II II M IN! M, I I NIN INI I I Ml i 

58 QGILRRRQLYCRTGFHLQILPDGNVQGTRQDHSRFGILEFISVAIGLVSIRGVDTGLYLG 117 

121 MNDKGELYGSEKLTSECIFREQFEENWYNTYSSNIYKHGDTGRRYFVALNKDGTPRDGAR 180 

INN I! M II ll I NM MNN Nl IN I 
118 MNDKGELFGSEKLTSECIFREQFEENWYNTYSSNLYKHGDSGRRYFVALNKDGTPRDGTR 177 

181 SKRHQKFTHFLPRPVDPERVPELYKDLLMYT 211 

+IIIIIIIIIIIIIIIIMIIIIIII+ 

178 AKRHQKFTHFLPRPVDPEKVPELYKDLMGYS 208 



Fig. 9 ^ a 
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Fig. 11 B 
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STOAAACH 

GASTRIC CA.* (LIVER MET) N CI-N87 
h KIDNEY 
KIDNEY (FETAL) 

- RENAL CA. 786-0 

- RENAL CA.A498 
RENAL CA. A CHN 

h RENAL CA.TK-10 
RENAL CA. UO-31 

- RENAL CA.RXF 393 
-PANCREAS 

1- PANCREATIC CA. CAPAN 2 
-OVARY 
OVARIAN CA.IGROV-1 
OVARIAN CA. OVCAR-3 
h OVARIAN CA. OVCAR-4 
OVARIAN CA. OVCAR-5 
h OVARIAN CA.OVCAR-8 
OVARIAN CA* (ASCITES) SK-OV-3 
PROSTATE 

PROSTATE CA.* (BONE MEDPC-3 
PLACENTA 
PITUITARY GLAND 
TRACHEA 
UTERUS 
LUNG 

LUNG (FETAL) 

LUNG CA. (NON-S. CELL) H OP-62 
LUNG CA. (NON-S. CELL) N CI-H23 
LUNG CA. (NON-S.d) N CI-H522 
LUNG CA. (NON-SM. CELL) A549 
LUNG CA. (S. CELL VAR.) SHP-77 
LUNG CA. (SMALL CELL) LX-1 
LUNG CA. (SMALL CELL) N CI-H69 
J- LUNG CA. (SQUAM.) SW900 
i- LUNG CA. (SQUAM.) N CI-H596 
LUNG CA. (LARGE CELL)N CI-H460 
MELANOMA M14 
h MELANOMA LOXIMVI 
MELANOMA SK-MEL-28 
MELANOMA* (met) SK-MEL-5 
MELANOMA Hs688(A).T 
MELANOMA* (met) Hs688(B).T 



o 
o 



o 

OO 



o 

vO 



o 



o 

CM 



RELATIVE EXPRESSION 



j v 



17/29 



So So So co 

D) G) Q) CJ) 

3 3 3 3 

lo o 

co «sT co 

vO vO nO nO 

£ E E £ 



o 
o 



o 

co 



o 

vO 



o 



o 



RELATIVE EXPRESSION 



ADIPOSE 

ADRENAL GLAND 
-BLADDER 
-BONE MARROW 
-ENDOTHELIAL CELLS 

- ENDOTHELIAL CELLS (TREATED) 
LIVER 

LIVER (FETAL) 
h SPLEEN 
THYMUS 
-THYROID 
-TRACHEA 
-TESTIS 
SPINAL CORD 
"^SALAVARY GLAND 
BRAIN (AMYGDALA) 
BRAIN (CEREBELLUM) 
BRAIN (HIPPOCAMPUS) 
BRAIN (SUBSTANTIA NIGRA) 
BRAIN (THALAMUS) 
CEREBRAL CORTEX 
BRAIN (WHOLE) 
-BRAIN (FETAL) 

- NS CA (GLIG7ASTR0) U-118-MG 
-CNSCA. (ASTRO) SF-539 
-CNSCA. (ASTRO) SNB-75 

CNSCA. (ASTRO) SW1783 
|-CNSCA.(GLIO)U251 
CNSCA. (GLIO)SF-295 
CNSCA. (GLIOJSNB-19 
CNS CA. (GLIO/ASTRO) U87-MG 
NS CA* (NEURO;MET) SK-N-AS 
SMALL INTESTINE 
COLORECTAL 
COLON CA. HT29 
COLON CACaCo-2 
COLON CAHCT-15 
h COLON CA. HCT-116 

COLON CA. HCC-2998 
h COLON CA.SW480 
COLON CA* (SW480 MEDSW620 
FETAL SKELETAL 
I- SKELETAL MUSCLE 
HEART DO 
STOMACH LO 
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I -KIDNEY CANCER QONTECH 8120607 

- KIDNEY NAT CLONTECH 8120608 
I - KIDNEY CANCER CLONTECH 8120613 

- KIDNEY NAT CLONTECH 8120614 

- KIDNEY CANCER CLONTECH 9010320 

- KIDNEY NAT CLONTECH 9010321 

- NORMAL UTERUS GENPAK 061018 

v,,,, ,,,,,////// ULU.UiUXA^UdUAU^ UTERUS CANCER GENPAK 064011 
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h NORMAL THYROID CLONTECH A+ 6570-1 
THYROID CANCER GENPAK 064010 
THYROID CANCER INVFTROGEN A302152 
THYROID NAT INVFTROGEN A302153 
NORMAL BREAST GENPAK 061019 
84877 BREAST CANCER (OD04566) 

85975 BREAST CANCER (OD04590-01) 

85976 BREAST CANCER METS (OD04590-03) 

87070 BREAST CANCER METASTASIS (OD04655-05) 
GENPAK BREAST CANCER 064006 

I - BREAST CANCER CLONTECH 9100266 
I BREAST NAT CLONTECH 9100265 

BREAST CANCER INVfTROGEN A209073 
4" BREAST NAT INVFTROGEN A2090734 
NORMAL UVER GENPAK 061009 
h UVER CANCER GENPAK 064003 
LIVER CANCER RESEARCH GENETICS RNA 1025 
I- UVER CANCER RESEARCH GENETICS RNA 1026 
CANCER TISSUE RESEARCH GENETICS RNA 6004-T 
UVER TISSUE RESEARCH GENETICS RNA 6004-N 
CANCER TISSUE RESEARCH GENETICS RNA 6005-T 
I UVER TISSUE RESEARCH GENETICS RNA 6005-N 
NORMAL BLADDER GENPAK 061001 
BLADDER CANCER RESEARCH GENETICS RNA 1023 
- BLADDER CANCER INVTTROGEN A302173 

87071 BLADDER CANCER (OD04718-01) 

87072 BLADDER NORMAL ADJACENT (OD04718-03) 
h NORMAL OVARY RES. GEN. 

OVARIAN CANCER GENPAK 064008 

87492 OVARY CANCER (OD04768-07) 

87493 OVARY NAT (OD04768-08) 
NORMAL STOMACH GENPAK 061017 

■3- GASTRIC CANCER CLONTECH 9060358 

NAT STOMACH CLONTECH 9060359 
i- GASTRIC CANCER CLONTECH 9060395 
{- NAT STOMACH CLONTECH 9060394 
-GASTRIC CANCER CLONTECH 9060397 
i NAT STOMACH CLONTECH 9060396 
GASTRIC CANCER 
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NORMAL COLON GENPAK 061003 

83219 CC WELL TO MOD DIFF (OD03866) 

83220 CC NAT (OD03866) 

- 83221 CC GR.2 RECTOSIGMOID (OD03868) 
\- 83222 CC NAT (OD03868) 

- 83235 CC MOD DIFF (ODO3920) 
4 83236 CC NAT (ODO3920) 

83237 CC GR.2 ASCEND COLON (OD03921) 

- 83238 CC NAT (0D03921) 

83241 CC FROM PARTIAL HEPATECTOMY (ODO4309) 

83242 LIVER NAT (ODO4309) 

- 87472 COLON METS TO LUNG (OD04451-01) 
\- 87473 LUNG NAT (OD04451-02) 
I - NORMAL PROSTATE CLONTECH A+ 6546-1 

84140 PROSTATE CANCER (OD04410) 

84141 PROSTATE NAT (OD04410) 

87073 PROSTATE CANCER (OD04720-01) 

87074 PROSTATE NAT (OD04720-02) 

- NORMAL LUNG GENPAK 061010 

I- 83239 LUNG MET TO MUSCLE (OD04286) 

^^S- 83240 MUSCLE NAT (OD04286) 

4 84136 LUNG MALIGNANT CANCER (OD03126) 
84137 LUNG NAT (OD03126) 

84871 LUNG CNACER (OD04404) 

84872 LUNG NAT (OD04404) 
84875 LUNG CANCER (OD04565) 

Jh 84876 LUNG NAT (OD04565) 
i- 85950 LUNG CANCER (OD04237-01) 
85970 LUNG NAT (OD04237-02) 

83255 OCULAR MEL MET TO LIVER (ODO4310) 

83256 UVER NAT (ODO4310) 
84139 MELANOMA METS TO LUNG (OD04321) 

8- 84138 LUNG NAT (OD04321) 
NORMAL KIDNEY GENPAK 061008 
EEsSsf 83786 KIDNEY CA, NUCLEAR GRADE 2 (OD04338) 

83787 KIDNEY NAT (OD04338) 

83788 KIDNEY CA NUCLEAR GRADE 1/2 (OD04339) 

83789 KIDNEY NAT (OD04339) 

83790 KIDNEY CA, CLEAR CELL TYPE (OD04340) 

83791 KIDNEY NAT (OD04340) 

83792 KIDNEY CA, NUCLEAR GRADE 3 (OD04348) 

83793 KIDNEY NAT (OD04348) 

87474 KIDNEY CANCER (OD04622-01) 

87475 KIDNEY NAT (OD04622-03) 

85973 KIDNEY CANCER (OD04450-01) 

85974 KIDNEY NAT (OD04450-03) 
«- KIDNEY CANCER CLONTECH 8120607 
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CELLS: NIH 3T3 
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Fig. 16A 
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CELLS: CCD-1070 



NONE CONTROL FGF-20 FGF-20 FGF-20 FGF-20 FGF-20 10% FBS 
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Fig. 16B 
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CELLS: CCD-1106 

12 1 




NONE CONTROL FGF-20 FGF-20 FGF-20 FGF-20 FGF-20 10%FBS 
2.5ng/ml lOng/ml 25ng/ml 50 ng/mll25 ng/ml 

TREATMENT 

Fig. 16C 
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CELLS: 786-0 (HUMAN RENAL CARCINOMA) 
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Fig. 22 
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0.2 1 
FGFRlp (IIIc) CONCENTRATION fug/ml) 



Fig. 24A 




0.2 1 
FGFR2a (Illb) CONCENTRATION (ug/ml 



Fig. 24B 
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Fig. 24C 
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Fig. 24D 
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Fig. 24C 
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Fig. 24D 
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Fig. 25 



FGF20 vs delta (1-23) FGF20 
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